. Evolutionary conservation of the SPAST promoter in mammals identifies putative transcription factor (TF) binding sites. A) Multisequence alignment for 19 eutherian mammalian species of the full-length SPAST promoter region into exon 1 and including the first translational start codon (a segment of 474-nt in human). In addition, Spast promoter-exon 1 sequence alignments are shown for B) tenrec and elephant, and C)
western European hedgehog and a marsupial, Monodelphis domestica (the tenrec and hedgehog sequences are also shown in A). Despite a high degree of nucleotide conservation, elephant is the only sequenced mammalian genome in which the SOX11 motif has been lost and replaced by duplications (shown by gray shading) of putative NRF1 binding site elements. Sequences were aligned using ClustalW 2.1 and manually adjusted as needed for maximum parsimony. The putative TF binding sites identified in this study are indicated in bold type (red, NRF1; green, SOX11; purple, Sp1); a poorly conserved putative site for Elk1 (Canbaz et al. 2011 ) is also shown (pink); yellow shading, highly conserved SOX11 motif; gray shade (human sequence), upstream transcription start site (TSS); INIT, translation start site for the 68 kDa spastin isoform; *, nucleotide positions conserved in all aligned sequences; ^, nucleotide positions conserved in 90% (17 of 19) of aligned sequences. 
